The pedigree file of the Boer and Nubian goat breeds in Mexico was constructed using the national database provided by the Asociaci on Mexicana de Criadores de Ganado Caprino de Registro. Field technicians routinely updated the goat national database by recording information from flocks participating in the performancerecording system. Information on animal identification number, parents, birth date, sex, breed, and farm of origin were used to undertake pedigree analyses using the ENDOG program (version 4.8). This paper presents a pedigree data file, tables and figures of characteristics of pedigree data, pedigree analyses, pedigree integrity, effective population size and genetic conservation index. The data can be used to estimate other population parameters, to monitor the genetic diversity of the Boer and Nubian goat breeds in Mexico, and also to design balanced breeding programs, maintaining genetic variation at reasonable levels and maximizing genetic progress in these populations.
Data
Individual records containing animal identification number, identification of parents, animal birth date, sex, breed, and farm of origin were obtained from the national database of the Boer and Nubian breeds in Mexico (Appendix A). Pedigree data for Boer and Nubian breeds comprised 141 and 99 flocks, respectively, that were distributed across 15 states in the country, but mainly distributed in the states of Nuevo Le on, San Luis Potosí, Sinaloa, Coahuila, Zacatecas and Jalisco (Figs. 2 and 3 ). The majority of flocks were managed mostly on semi-intensive systems on native and cultivated pastures; supplementation with mineral salts and concentrate feed was provided in certain periods of the year depending on the availability of forage. Flocks' reproduction took place mostly through controlled natural mating. Breeding was all-year-round, but the highest frequency of mating was from September to December; 90% of kidding were presented from January to April. Kids were naturally reared and suckling lasted three months, on average. The conformation of the pedigree file in both breeds predominantly represents the last ten years (Fig. 1) . The characteristics of the pedigree files for the total and reference populations (kids born from 2013 to 2017 were considered as the reference population for both breeds) of Boer and Nubian goat breeds in Mexico are described in Table 1 .
Breed differences in number of offspring per parent are illustrated in Fig. 4 . Most of the bucks and does used for breeding purposes produce less than three kids.
Specifications Table   Subject  Animal breeding and genetics  Specific subject area  Pedigree analyses to assess genetic diversity and population structure  Type of data  Tables and Figures  How data were 
Value of the Data
Pedigree analysis of the Boer and Nubian goat breeds in Mexico assists stakeholders in monitoring the breeds' genetic diversity, and its outcome can be used to prevent significant loss of genetic diversity in breeding programs. Monitoring the breeds' genetic diversity in a breeding program, through characterization of genetic structure and variability, may help maintain long-term genetic diversity and prevent genetic erosion and the presence of population bottlenecks. Further, the data can be used to estimate other population parameters of genetic diversity for goats in Mexico, and to make other recommendations to maintain long-term genetic diversity and a sustainable genetic progress of these breeds.
The distribution of number of animals by inbreeding level and sex is presented in Table 2 . The largest number of inbred animals were observed in the Nubian population, most of them were concentrated in the low levels of inbreeding (6.25%). On the other hand, for Boer, the largest number of inbred animals was concentrated in the class from 6.25 to 14.9%. In the last 8 (Boer) and 10 (Nubian) years there was an increase in the number of inbred animals (Figs. 5 and 6). Nonetheless, the average inbreeding coefficient in inbred animals during this period was relatively stable.
The pedigree structure showed that around 70% of the animals had identification of parents, almost 60% had identification of grandparents, and about 40% had identification of great-grandparents for the Boer breed (Fig. 7) . For the Nubian breed, around 80% of animals had identification of parents, more than 70% had identification of grandparents and 60% had identification of great-grandparents (Fig. 8) . In summary, the Pedigree Completeness Index in the first generation was 88.8 (Boer) and 92.6% (Nubian) for the reference population and 71.9 (Boer) and 81.6% (Nubian) for the total population. There were not big differences in the genealogy recording regarding mother or father side. In general, since 2003 and 2005 (for Nubian and Boer, respectively) the effective population size showed an erratic pattern over the years. However, it remained over 50 (Fig. 9) , indicating an acceptable level of genetic diversity for these two goat populations. On the other hand, for both breeds the average genetic conservation index (GCI) showed positive trends over the years (Fig. 10) . (2825) a Values without brackets corresponding to the total population (in brackets corresponding to the reference population). The following figures provide the number of most influential ancestors that explained the genetic diversity in the total and reference populations for the Boer (Fig. 11) and Nubian (Fig. 12 ) goat breeds. A less genetic contribution of ancestors was detected in the Nubian than in the Boer population.
Experimental design, materials, and methods
Pedigree analyses were performed using the ENDOG (version 4.8) program [1] with the procedures: pedigree content, founders, generations intervals, and offspring analysis. The results were obtained from the following output tables:
Midef: the inbreeding coefficient (F), relatedness coefficient (AR), and number of generations for each individual in the dataset.
GCI: the genetic conservation index computed for each animal as proposed by Alderson [2] . PediCont and PediContRef: the frequency of the contribution of given ancestor in the pedigree to the 5th parental generation for the whole pedigree or for a given reference population. PedKnow and PedKnowRef: the completeness index for the whole pedigree or for a given reference population.
GenInterv and GeIntRef: average generation intervals and reproductive ages for each path parenteson, for the whole population or for a given reference population.
Ancestors and AncestorsRef: contribution to the population [3] for the whole population or for a predefined reference population.
NeOffs_Year: the estimates of effective population size by years.
